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138 AHA3, 165 HIND3, 
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GTTCTICCACTATTTACACAACTTTTAGGTTTAGGAIGAACAT?55j???I?^^ 

1159 BSABl, 1188 PSTI, 1200 SALT,, 

1201 TCGACCCTTGGAAGGATCC 
AGCTGGGAACCTTCCTAGG 

1214 BAMHl, 
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Figure 8B 
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Figure 8C 
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Figure 8D 
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FIGURE 11A 
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FIGURE 11B 
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FIGURE 11C 
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FIGURE 12 

DNA AND AMINO ACID SEQUENCE OF BVp4 2-M 
attggatccactaaa 

13 atgtggtcttggaagtgtcttttattctgggctgtcttggtgacc 

MWSWKCLLFWAVLVT 
58 gccactctttgcacagcagcgatctctgttactatggacaacatc 

ATLCTAAI SVTMDNI 
103 ctcagtggcttcgagaacgagtacgacgtaatctacctaaagccc 

LSGFENEYDVIYLKP 
14 8 cttgccggtgtctaccgttcattgaagaaacagatagaaaagaat 

LAGVYRSLKKQIEKN 
193 attttcacgttcaacctcaacctaaatgacatcctcaactcgcgc 

I FTFNLNLNDILNSR 
238 ctcaagaagGgaaaatacttcctcgacgtgttggaatccgacctt 

LKKRKYFL D VLESDL 
283 atgcaatttaagcacattagctctaacgagtacatcatagaggac 

MQFKHISSNEYIIED 
32 8 agcttcaagctcttgaattcagaacagaagaacaccctcctaaag 

SFKLLNSEQKNTLLK 
37 3 tcctacaaatacattaaggagtctgttgagaacgacatcaagttc 

SYKYIKESVENDIKF 
418 gcccaggaaggaattagctactatgagaaagtcctggctaaatac 

AQEGI SYYEK V LAKY 
4 63 aaggacgacttggaaagcattaagaaggtaatcaaagaagagaag 

KDDLESIKKVIKEEK 
508 gaaaagtttccgagctctccacccacaactcccccatcgcctgca 

EKFPSSPPTTP PSPA 
553 aagaccgacgagcagaaaaaagaaagtaagttccttccattcctc 

KTDEQKKESKFLPFL 
598 accaacatcgaaactctatataacaacctggtgaacaagattgat 

TNIETLYNNLVNKI D 
64 3 gactacttaatcaacttgaaggcgaaaattaatgactgtaacgtc 

DYLINLKAKINDCNV 
68 8 gaaaaggatgaagcccacgttaagatcaccaagctttccgatctc 

EKDEAHVKITKLSDL 
733 aaagccatcgacgataagattgacctgtttaagaaccacaacgat 

KAIDDKIDLFKNHND 
77 8 ttcgacgcaatcaaaaagttgatcaacgacgatactaagaaagac 

FDAIKKLINDDTKKD 
82 3 atgcttggaaaactgctgtcgacaggcttggtccaaaacttcccg 

MLGKLLSTGLVQNFP 
8 68 aacaccattataagcaagctgatcgaaggaaagtttcaggatatg 




FIGURE 12 



NTIISKLIEGKFQDM 
913 ctgaacatctctcagcatcaatgcgtgaagaagcaatgtcccgag 

LNISQHQCVKKQCPE 
958 aattcaggttgcttccgccacttagacgaaagggaggaatgtaaa 

NSGCFRHLDEREECK 
1003 tgcctgctgaattataaacaggaaggagacaagtgcgtagagaat 

CLLNYKQE GDKCVEN 
104 8 cctaacccaacctgtaacgaaaataacggtggctgcgatgctgac 

PN FT CNE NNG G C DAD 
1093 gctaagtgtaccgaggaggacagcggttccaatggcaagaaaata 

AKCTEEDSGSNGKK I 
1138 acttgcgaatgcacgaagcccgatagttaccctctcttcgacggt 

TCECTKPDS YPLFDG 
1183 atcttctgctcc 

I F C S 



ccacctcatcatcatcatcatcattaataaggtaccta 
PPHHHHHH** 



FIGURE 14 

DNA AND AMINO ACID SEQUENCE OF P42-K 

1 GGATCCCTAAAATGTGGAGCTGGAAGTGCCTCCTCTTCTGGGCTGTCCTG 
MWSWKCLLFWAVL 
5 1 GTCACAGCCACACTCTGCACCGCG GGCGCC GCAGTTU^CTCCTTCCGTAAT 
VTATLCTAGAAVTPSVI 
101 TGATAACATACTTTCTAAAATTGAAAATGAATATGAGGTTTTATATTTAA 

DNILSKIENEYEVLYL 
151 7y\CCTTTAGCAGGTGTTTATAGAAGTTTAAAAAAACAATTAGAAAAT7\AC 

KPLAGVYRSLKKQLEN N 
2 01 GTTATGACATTTAATGTTAATGTTAAGGATATTTTAAATTCACGATTTAA 
V MTFNVNVKDI LN SRFN 

2 51 TAAACGTGAAAATTTCAAA7\ATGTTTTAGAATCAGATTTAATTCCATATA 

KRENFKNVLESDLIPY 
301 AAGATTTAACATCAAGTAATTATGTTGTCAAAGATCCATATAAATTTCTT 
KDLTSSNYVVKDPYKFL 

3 51 AATAAAGAAAAAAGAGATAAATTCTTAAGCAGTTATAATTATATTAAGGA 

NKEKRDKFLSSYNYIKD 

4 01 TTCAATAGATACGGATATAAATTTTGCAAATGATGTTCTTGGATATTATA 

SIDTDINFANDVLGYY 
4 51 AAATATTATCCGAAAAATATAAATCAGATTTAGATTCAATTAAATU^TAT 

KILSEKYKSDLDSIKKY 
501 ATCAACGACAAACAAGGTGAAAATGAGAAATACCTTCCCTTTTTAAACT^ 
INDKQGENEKYLPFLNN 
551 TATTGAGACCTTATAT7VAAACAGTTAATGATAAAATTGATTTATTTGTAA 

lETLYKTVNDK. I DLFV 
601 TTCATTTAGT^GCAAAAGTTCTAAATTATACATATGAGAAATCAAACGTA 

IHLEAKVLNYTYEKSNV 
651 GAAGTTAAAATAAAAGAACTTAATTACTTAAAAACAATTCAAGACAAATT 
EVKIKELNYLKTIQDKL 
7 01 GGCAGATTTT/UYAAAAAATAACAATTTCGTTGGAATTGCTGATTTATCA^ 

ADFKKNNN FVG lADL S 
7 51 CAGATTATAACCATAATAACTTATTGACA/y^GTTCCTTAGTACAGGTATG 
TD YNHNNLLTKFLSTGM 



8 01 GTTTTTGAAAATCTTGCTAAAACCGTTTTATCTi\ATTTACTTGATGGAAA 
VFENLAKTVLSNLLDGN 
8 51 CTTGCAAGGTATGTTAAACATTTCACAACACCAATGCGTAAAAAAACAAT 

LQGMLNISQHQCVKKQ 
901 GTCCACAAAATTCTGGATGTTTCAGACATTTAGATGAAAGAGAAGAATGT 

CPQNSGCFRHLDEREEC 
951 A7\ATGTTTATTAAATTACAAACAAGAAGGTGATAAATGTGTTGAAAATCC 
KCLLNYKQEGDKCVENP 
1001 AAATCCTACTTGTAACGAAAATAATGGTGGATGTGATGCAGATGCCAAAT 

NPTCNENNGGCDADAK 
1051 GTACCGT^GAAGATTCAGGTAGCAACGGAAAGAAAATCACATGTGAATGT 

CTEEDSGSN GK KITCEC 
1101 ACTAAACCTGATTCTTATCCACTTTTCGATGGTATTTT CTGCAG TCATCA 
TKPDSYPLFDG IFCSHH 
1151 TCATCATCATCATTAATAA GGTACC 
H H H H * * 



Underlined sequences represent restriction sites. 

Bold letters represent alterations done to the leader sequence as described in the methods. 
The boxed letter represents the original sequence where a mis-sense mutation to a cytosine occurred, 
represent stop codons. 
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FIGURE 19A 




